ABSTRACT Wolbachia spp. are endosymbiotic bacteria that infect around 50% of arthropods and cause a broad range of effects, including manipulating host reproduction. Here, we present the annotated draft genome assembly of Wolbachia strain wAus, which infects Plutella australiana, a cryptic ally of the major Brassica pest Plutella xylostella (diamondback moth).
of Culex quinquefasciatus (wPip) and significantly different from other Wolbachia known to infect Plutella species (12) . Recently, two genes causing cytoplasmic incompatibility in the Wolbachia strain wMel were identified as cifA (WD0631) and cifB (WD0632) (13); however, orthologs were absent from the wAus assembly and the P. australiana genome. Nevertheless, this draft genome provides an opportunity to investigate reproductive phenotypes associated with wAus infection, which may have future applications for biological control. Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession no. MRWX00000000. The version described in this paper is the first version.
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